mRNAs in eukaryotic cells, as every freshman biology student of the last 20 or so years has learned, are almost without exception postranscriptionally modified at their 3' ends by addition of a tract of adenylate residues, the so-called poly(A) tail. In yeasts as well as higher eukaryotes, the poly(A) tail functions in both mRNA turnover and in facilitating translation (reviewed in refs. 1 and 2). Synthesis of the tail involves an endonucleolytic cleavage of the mRNA precursor, which creates the 3' hydroxyl that then functions as primer for the synthesis of poly(A) by poly(A) polymerase (PAP). These two reactions are tightly coupled and require, in addition to (24) and the protein was found to be homologous to that encoded by the essential suppressor-of-forked gene in Drosophila (25) and by the also essential RNA14 gene in yeast (26) . RNA14 was also shown to interact genetically with RNA15 (26) . Interestingly, the product of RNA15 shares significant similarity with another subunit of CstF, called 64K, which is in fact the RNA-binding subunit (27) . It is satisfying that the yeast and Drosophila proteins were previously implicated in mRNA metabolism, and indeed the RNA14 and RNA15 proteins have now been shown to be subunits of a factor (CF1) known to play an important role in yeast polyadenylylation in vitro (28) . Thus, just as poly(A) addition and at least some aspects of poly(A) tail function are conserved from bacteria to man, at least some of the proteins involved in mRNA 3' end formation are conserved throughout eukaryotes.
